Sequencing of microbial and eukaryotic genomes has recently gained considerable impetus. In Europe, the concerted efforts of a number of sequencing networks has led to the completion of the yeast genome (Dujon, 1996; Johnston, 1996) and to progress in the sequencing of a plant genome, Arabidopsis thaliana (Goodman e t al., 1995) , and a microbial genome, Bacillus sz/btilis (Devine, 1995 ; Harwood & Wipat, 1996; Kunst e t al., 1995) . The genomes of Haemopbih infaenxae and Mycoplasma genitalitrm have been sequenced and published in their entirety (Fleischmann e t al., 1995; Fraser e t al., 1995) , while the genome sequencing of a number of other bacteria of medical, industrial or ecological interest, such as Synecbocystis, Myco bacteriwv, Synecbococczls, and several archaeobacteria, is in progress or has been completed (Koonin e t al., 1996) . The resulting opportunities for whole-genome comparisons will provide valuable insights into bacterial cell physiology and genome evolution (Tatusov e t al., 1996) .
The progress of the European and Japanese B. stlbtilis genome sequencing projects up to September 1996 is summarized in Fig. 1 . In addition to data from the sequencing project, this figure also includes information from the genetic and physical maps (Biaudet e t al., 1996; Itaya, 1993) . By agreement with the co-ordinator of the Japanese genome sequencing project, we have defined a new origin for the B. stlbtilis chromosome that is different from the S f l site proposed previously (Itaya, 1993) . The new origin is located at the point of cleavage within an EcoRV site between the rpmH and dnaA genes (Fig. 2 ).
This newly defined site has the advantage of coinciding with both the origin of replication and the origin of the genetic map, and will provide the basis for future physical mapping of any sequence feature of the B. stlbtilis genome. Sequences deposited up to September 1996 in the European B. szibtilis DNA sequence database, StlbtiList (Moszer e t aL, 1995) , are represented in Fig. 1 as black bars. To facilitate the interpretation of this physical map, the positions of landmark genetic markers have been indicated. Whenever a disagreement exists between the position of a gene on the genetic or the physical maps, the sequence data are used to assign the correct position. The current assignment of regions to participants of the genome sequencing project is also shown. Four additional participants (C. Bruschi, Italy; A. Diisterhoft, Germany; F. Foury, Belgium; M. Vandenbol, Belgium) have recently joined the project and will sequence part of the DNA regions assigned to the European groups.
Since its first release, SubtiList has been updated on a regular basis. In the most recent version (September 1996) , SHbtiList contains 331 1 kb of non-redundant DNA sequence, 79 YO of the 4188 kb chromosome, extending over 99 contigs. This includes contributions from the European and Japanese sequencing networks (1 684 kb and 1195 kb, respectively).
The annotated sequence (June 1996) comprises 2563 protein-encoding genes, 78 tRNA genes, 28 rRNA genes and 3 other RNA genes. A function has been assigned to 992 (39%) of the protein-encoding genes-with or without experimental evidence -while 1571 genes (61 %) encode products of unknown function and are consequently identified by the starting letter '3 '. Known gene products can be ascribed to 45 functional categories (Table l) The European B. subtih genome sequencing project of others previously defined (Riley, 1993; Selkov e t al., 1996 ; N. Ogasawara, personal communication 
